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Genetic maps are useful for researchers outside the originating laboratory only if the strains and markers used in the analysis of the mapping population and the genotypes of the strains composing the mapping population are available for analysis. This brief communication gives the genotypes for the strains that compose a recently constructed mapping population of G. fujikuroi. Strains and probes are available from FGSC.
We have recently constructed a recombination-based genetic map of Gibberella fujikuroi mating population A (asexual stage Fusarium moniliforme). This fungus is an important pathogen of maize and produces the fumonisin class of mycotoxins. A detailed map and a description of its features has been published elsewhere (Xu and Leslie 1996 Genetics 143:175-189). In this communication we report the genotypes of the 121 strains in the mapping population that was used to construct the map. The parental strains, the progeny, and the probes are all available from the Fungal Genetics Stock Center. -:No data or equivocal data.
All probes were assigned to linkage groups on the basis of segregation data and confirmed by hybridization to Southern blots and CHEF gels. Probes marked with an * are included with the linkage group on the basis of hybridization data; linkage to other markers in this linkage group not detected. The physical location of markers marked with a [[section]] was not confirmed by CHEF gel hybridization. Probes in the unlinked section were not linked to any of the other probes and either were not hybridized to determine location or hybridized to a doublet or triplet band that precluded unambiguous assignment of a probe to a chromosome/linkage group.
